Objective: An increase in mass and/or brown adipose tissue (BAT) functionality leads to an increase in energy expenditure, which may be beneficial for the prevention and treatment of obesity. Moreover, distinct class I PI3K isoforms can participate in metabolic control as well as in systemic dysfunctions associated with obesity. In this regard, we analyzed in vivo whether the lack of p85a in BAT (BATp85aKO) could modulate the activity and insulin signaling of this tissue, thereby improving diet-induced obesity and its associated metabolic complications. Methods: We generated BATp85aKO mice using Cre-LoxP technology, specifically deleting p85a in a conditional manner. To characterize this new mouse model, we used mice of 6 and 12 months of age. In addition, BATp85aKO mice were submitted to a high-fat diet (HFD) to challenge BAT functionality. Results: Our results suggest that the loss of p85a in BAT improves its thermogenic functionality, high-fat dieteinduced adiposity and body weight, insulin resistance, and liver steatosis. The potential mechanisms involved in the improvement of obesity include (1) increased insulin signaling and lower activation of JNK in BAT, (2) enhanced insulin receptor isoform B (IRB) expression and association with IRS-1 in BAT, (3) lower production of proinflammatory cytokines by the adipose organ, (4) increased iWAT browning, and (5) improved liver steatosis. Conclusions: Our results provide new mechanisms involved in the resistance to obesity development, supporting the hypothesis that the gain of BAT activity induced by the lack of p85a has a direct impact on the prevention of diet-induced obesity and its associated metabolic complications.
lipid mobilization to peripheral tissues, and the development of systemic insulin resistance [2] . In mammals, the adipose organ is composed of two types of adipose tissue: white adipose tissue (WAT) and brown adipose tissue (BAT), which have different morphology, distribution, gene expression and function. The development of obesity depends not only on the balance between intake and energy consumption but also on the balance between these two kinds of adipose tissue [3] . Currently, both these types of adipose tissue are widely considered as endocrine organs. The main adipokines secreted by WAT, such as leptin and adiponectin, are also expressed in BAT, especially when its thermogenic function is activated [4] . However, BAT can secrete other autocrine or paracrine factors. In 2009, it was described for the first time that in humans, the amount of functional BAT is inversely related to body mass index, especially in elderly people [5] . Thus, in recent years, the thermogenic capacity of BAT in humans has been highlighted as a possible target for the prevention and treatment of obesity because of its capacity to increase energy expenditure, which has a direct effect on carbohydrate and lipid metabolism [6, 7] . On the other hand, PI3Ks are members of a conserved family of enzymes responsible for the phosphorylation of proteins and lipids. PI3K isoforms have been categorized into three classes (class I, II, and III) according to their lipid substrate preferences and their structural features [8, 9] . Class I PI3Ks are formed by heterodimers of a catalytic subunit and a regulatory subunit. Three different genes give rise to different regulatory subunits: PIK3R1, which encodes p85a and its splice isoforms p55a and p50a; PIK3R2, which encodes p85b; and PIK3R3, which encodes p55g. The catalytic subunits also arise from three genes: PIK3CA, PIK3CB, and PIK3CD, encoding p110a, p110b, and p110d, respectively [10, 11] . Depending on the activation mechanism and the differential association with regulatory subunits, class I PI3Ks have been grouped in two subfamilies, class IA and class IB. Class IA catalytic subunits bind to the p85 type of regulatory subunits, which are able to bind to phosphorylated tyrosines on receptor tyrosine kinases and adaptors, such as IR substrates (IRSs) [12] . Moreover, distinct class I PI3K isoforms can participate at different levels in metabolic control as well as in systemic dysfunctions associated with obesity. Functional insulin signaling is essential in patients with obesity, allowing the storage of lipids in an efficient manner within the adipose depots [13] . Taking into account that the lack of p85a [14e16] induces an increased insulin sensitivity in mice, we hypothesized that a new mouse model lacking p85a in BAT (BATp85aKO) would increase insulin signaling and brown fat functionality, conferring resistance to diet-induced obesity and its associated metabolic complications. Thus, we have primarily generated BATp85aKO mice in a tissue-specific manner using Cre-LoxP technology to induce the lack of p85a exclusively in this tissue. To characterize this new mouse model, we studied control and BATp85aKO mice at 6 and 12 months of age. Moreover, other groups of mice, fed a high-fat diet (HFD), were used to study their response to an obesity challenge.
MATERIALS AND METHODS

Experimental models
Male mice were maintained on a 12-hour lightedark cycle at 23 C (room temperature). All animals used had a C57BL/6 genetic background. In this study, we generated for the first time a model specifically lacking p85a in BAT (BATp85aKO) using Cre-LoxP technology.
Cre recombinase expression was controlled by the UCP-1 promoter, inducing p85a ablation in BAT. Two loxP sites were inserted to flank exon 7 as previously described [17] . The control group included p85a loxP/loxP and wild-type (WT) C57BL/6 mice. Transgenic mice expressing the Cre recombinase have been previously described [18] . In a first set of experiments, we used control and BATp85aKO mice at 6 and 12 months of age fed a standard diet (STD) to characterize the new model. For that, we used 27 mice: control 6 m (n ¼ 4), BAT-p85aKO 6 m (n ¼ 7), control 12 m (n ¼ 10), and BATp85aKO 12 m (n ¼ 6). In a second set of experiments, other groups of control and BATp85aKO mice were submitted to an HFD to assess their thermogenic capacity and whether they could show resistance to obesity development in these conditions. Thus, 6-week-old male control and BATp85aKO mice were fed an STD (3% kcal from fat) or an HFD (Ref. TD06414, 60.3% kcal from fat) for 10 weeks and were sacrificed at 16 weeks of age. In this approach, we used 25 mice, divided into four groups: control STD (n ¼ 5), BATp85aKO STD (n ¼ 5), control HFD (n ¼ 8), and BATp85aKO HFD (n ¼ 7). Anesthetized mice (Avertin, 250 mg/kg, intraperitoneally) were saline perfused. The liver was embedded in Tissue-TekÒ optimum cutting temperature compound and frozen for histological analysis; other tissues, including other sections from the liver, were maintained in formalin to be included in paraffin for histological studies or alternatively were frozen for protein and RNA isolation. All animal experimentation procedures described in this manuscript were conducted according to accepted standards of human animal care, as approved by the institutional committee of Complutense University of Madrid. All animal procedures were performed according to the guidelines from Directive 2010/63/EU of the European Parliament and the National Institutes of Health on the protection of animals used for scientific purposes. p85a loxP/loxP and UCP-1-Cre transgenic mice were genotyped by polymerase chain reaction (PCR). Tail DNA (100e200 ng) was amplified in 30 cycles (40 s, 94 C; 40 s, 60 C; and 1 min, 75 C) by a thermal cycler. Two primers flanking the loxP site behind exon 7 of the p85a were used: M85AG6>7A: GGTTTCTTACTTTAGACGGAGCTG and M85AG7>6B: CATAATTTCATGTGCCATGGAAGAC. A 460-bp band was obtained for the floxed allele or, a 270-bp band was used for the WT allele. UCP-1-Cre transgenic mice were genotyped as previously described [19] . In addition, the Cre-mediated deletion of exon 7 of the Pik3r1 gene in BAT was also verified by PCR using the primer pair ACGGAATGGAATGAGAGACAGC and AAGAGTGTAATCGCCGTGCAT, which amplifies a 225-bp fragment from the undeleted allele and an 103-bp fragment from the deleted allele.
Analytical procedures
Plasma levels of insulin were analyzed using enzyme-linked immunosorbent assay (ELISA) kits (Millipore). Cholesterol and triglycerides were tested in plasma samples from fasted mice (Spinreact). Blood glucose level was determined in fasted animals using an automatic monitor (Roche Molecular Biochemicals GmbH). Glucose and insulin tolerance tests were performed as previously described [19] .
Thermogenic response to cold exposure
For the acute cold exposure experiments, we used 16-week-old control and BATp85aKO mice under an HFD as well as 12-month-old control and BATp85aKO mice. Animals were acclimatized to thermoneutrality (28 C) for 3 days and then transferred to 4 C for 12 h with full access to water and food. Body temperature was periodically measured by using a digital thermometer with a colonic probe (BIO-9882; Bioseb).
2.4.
In vivo insulin signaling studies Mice were injected with 1 U/kg body weight of human insulin (Novo Nordisk) into the peritoneal cavity. After 10 min, mice were euthanized with 250 mg/kg Avertin. Tissues were then removed and immediately frozen in liquid nitrogen. We performed western blotting to analyze phospho-protein kinase B (Akt) (T308) in BAT, gWAT (gonadal depot), and iWAT (inguinal depot).
Histological analysis
Paraffin-embedded BAT, gWAT, and iWAT were cross-sectioned into 4-mm-thick specimen at 5-mm intervals, dewaxed, and rehydrated. Paraffin-embedded sections were stained with hematoxylin and eosin to measure the adipocyte size (ImageJ Software). Livers were optimal cutting temperature embedded, and sections of 7 mm were stained with Oil Red O/hematoxylin to measure lipid depots. p85a and UCP-1 were detected by immunoperoxidase with rabbit anti-p85a polyclonal antibody (ABS234) and rabbit anti-UCP-1 polyclonal antibody (ab10983), respectively. After an overnight incubation with each primary antibody, we incubated with a peroxidase-conjugated secondary antibody for 1 h at 1:200 dilutions. The sections were stained for 10 min at room temperature with 3,3-diaminobenzidine and then counterstained with hematoxylin and mounted in Ibidi mounting medium (Ibidi GmbH). In each experiment, negative controls without the primary antibody or using a nonrelated antibody were included to check for nonspecific staining. The immunohistochemistry images were quantified using the "count and measure objects" tool in the Image-Pro Plus software. The color considered as positive staining for the same protein was manually selected, and the value corresponding to the sum of all stained areas was obtained. The results were expressed as the percentage of the stained area with respect to the total area analyzed in each sample.
Nuclear magnetic resonance imaging (NMRI)
Sixteen-week-old control HFD and BATp85aKO HFD male mice were anesthetized, and electrocardiogram and respiration were continuously monitored. Fat was measured by NMRI. The coil was positioned over In the upper gel, a 460-bp band was obtained for the floxed allele and a 270-bp band for the WT allele. As positive control, p85a loxP/þ mice were used to obtain two bands. In the lower gel, a 600-bp band and a 285bp band were obtained for BATp85aKO mice and only a 285-bp band for control mice. (B) The Cre-mediated deletion of exon 7 of the p85a gene was verified by PCR. We observed a 225-bp fragment from the undeleted p85 loxP allele and a 103-bp fragment from the deleted allele. (C) Representative microphotographs of immunohistochemistry against p85a and its quantification to assess the presence or absence of this regulatory subunit in BAT from BATp85aKO or control mice, respectively. Image magnification: 20 Â. Negative controls without the primary antibody were included to check for nonspecific staining. Results are expressed as mean AE SEM. Statistical significance was assessed by two-tailed unpaired t-test by comparison with control mice (*p < 0.05). the epididymal fat in the abdomen. NMRI measurements were performed using a Bruker BIOSPEC 47/40 spectrometer (Bruker GmbH) operating at 4.7 T (200 MHz) superconducting magnet (Oxford Instruments Ltd) and high-performance actively shielded gradients with a maximum gradient strength of 50 mT/m. Data were collected as 256 Â 128 matrices using the standard Bruker RARE_MOD (fast spinecho) sequence, which yields T2-weighted images. The results were represented as fat body volume versus total body volume using ImageJ Launcher 1.46 software.
Western blot
Western blot analyses were performed on protein extracts from murine samples of BAT and WAT as previously described [20] . The antibodies used were IRb and IGF-IRb from Santa Cruz Biotechnology (Dallas, TX, USA); IRS-1 from Millipore (Billerica, MA, USA); UCP-1 from Abcam; p-Akt (Thr308), p-JNK (T183/Y185), p-AMPK (T172), and AMPK from Cell Signaling Technology (Danvers, MA, USA); and b-actin and a-tubulin from SigmaeAldrich Corp. (St. Louis, MO, USA).
Immunoprecipitations
A total of 150 mg protein from BAT from control and BATp85aKO mice under HFD was immunoprecipitated at 4 C with antieinsulin receptor isoform B (IRB) isoform antibody (provided by Dr Sesti and Dr Hribal).
Supernatants were subsequently immunoprecipitated with anti-IRb antibody recognizing both IR isoforms. Thus, immune complexes from the first (only IRB isoform) or the second (only IRA isoform) immunoprecipitations were collected on protein Aeagarose beads and submitted to sodium dodecyl sulfateepolyacrylamide gel electrophoresis. Finally, immunoblots were incubated with anti-IRB or anti-IRb antibodies to analyze the expression of IRB and IRA, respectively. To study the association between IR isoforms and IRS-1, immunoblots were reincubated with anti-IRS-1 antibody.
2.9. RNA extraction and real-time quantitative PCR Total RNA was isolated from BAT and WAT by using TRIzol reagent (Invitrogen, Carlsbad, CA) and quantified by absorbance at 260 nm. One microgram of RNA was used to perform the reverse transcription with a high-capacity cDNA archive kit (Applied Biosystems, Foster City, CA). Real-time quantitative PCR (qRT-PCR) was performed on an ABI Prism 7900 PCR system (Applied Biosystems) according to the manufacturer's protocol, using the DDCt method as previously described [20] . Thus, the amount of target, normalized to endogenous gene and relative to the control, is given by relative quantification (RQ) ¼ 2 ÀDDCt ; DCt (cycle threshold) ¼ Ct (target gene) e Ct (Gapdh); DDCt ¼ DCt for any sample e DCt for the control. Amplification of Gapdh was used in the same reaction of all samples as an internal control. Differences between the two groups were assessed using unpaired two-tailed t-tests for experimental models. Data involving more than two groups were analyzed using a one-way analysis of variance (ANOVA) followed by Bonferroni and Tukey tests if differences were noted. Data involving two groups with two variables were analyzed using two-way ANOVA followed by a Sidak test if differences were noted (GraphPad Prism 6.0). The null hypothesis was rejected when p < 0.05.
RESULTS
Characterization of BATp85aKO mice
First, we genotyped control and BATp85aKO mice with two different PCRs ( Figure 1A ). BATp85aKO (p85a loxP/loxP ; UCP-1-Cre recombinase þ ) showed a unique band of 460 bp in the PCR of p85a loxP/loxP (upper panel of Figure 1A ) and two bands of 600 and 285 bp corresponding to Cre-recombinase and UCP-1, respectively (lower panel of Figure 1A ). However, the control group showed a 460-bp band in p85a loxP/loxP ; UCP-1-Cre recombinase À mice and a 270-bp band in WT mice (upper panel, Figure 1A ). In the second PCR, WT and p85a loxP/loxP ; UCP-1-Cre recombinase À mice showed only the band of 285 bp because both do not express Cre-recombinase ( Figure 1A ). In addition, we checked that the exon 7 of p85a was deleted in BAT from BATp85aKO mice as compared with control mice by PCR ( Figure 1B ) and by immunohistochemistry against p85a ( Figure 1C and Supplemental Fig. 1 ). The characterization of the BATp85aKO model was performed at 6 and 12 months of age. No significant differences were observed in body weight, BAT mass, or most of the vWAT compartments between control and BATp85aKO mice (Supplemental Fig. 2 ). In addition, several compartments of the adipose organ were characterized with hematoxylin-eosin staining, and the size of the adipocytes was quantified. It was observed that the loss of p85a in BAT significantly reduced the size of the gonadal white adipocytes, whereas the size of the inguinal white and brown adipocytes were larger with respect to the control group at 6 and 12 months of age (Supplemental Fig. 3 and Figure 2A , B, respectively). To assess the thermogenic function of BAT with or without p85a, 12month-old control and BATp85aKO mice underwent a cold adaptation experiment. Our results showed that the lack of p85a in BAT induced a better cold adaptation because in most of the time points studied, the rectal temperature was maintained at 1 higher than that of the control group ( Figure 2C) . We also studied the impact on glucose metabolism of the lack of p85a in BAT. In this regard, glucose and insulin tolerance tests showed similar profiles in both groups at 6 and 12 months of age, respectively (Supplemental Fig. 4 ). To challenge the thermogenic capacity of control and BATp85aKO mice, an HFD was administered to evaluate their susceptibility or resistance to developing obesity. Thus, we observed a significant increase in UCP-1 expression in the BATp85aKO versus control mice as assayed by immunohistochemistry ( Figure 3A ). In addition, Prdm16, a specific marker of brown adipogenesis, was also increased in BAT-p85aKO as compared with control mice under an HFD ( Figure 3B ).
These facts might explain the better adaptation of BATp85aKO HFD to cold exposure at the different time points studied as compared with the control HFD group ( Figure 3C ).
Lack of p85a in BAT confers obesity resistance
If we compare both groups under a HFD, we can see that body weight and the ratio of different compartments of the adipose organ/body weight were significantly diminished in the BATp85aKO mice ( Figure 4A, B and C) . Moreover, BATp85aKO showed a smaller increase in body weight gain, a significant decrease in body weight after 10 weeks of an HFD, and no significant changes in food intake per week as compared with the control HFD group (Supplemental Figs. 5A, B , and C). In addition, BATp85aKO versus control mice showed a significantly lower fat body content as measured by NMR ( Figure 5A ). In addition, we studied brown, gonadal, and inguinal cell size in both groups of mice. As expected, the adipocyte size in all of the studied compartments was significantly increased in control mice fed an HFD. In BATp85aKO mice, we observed a lower increase in the adipocyte size as compared with the controls under an HFD ( Figure 4D ). 
Lack of p85a in BAT improves fatty liver and insulin resistance
The analysis of cholesterol levels revealed an increase in those mice subjected to HFD, and this change was significantly higher in control than in BATp85aKO mice. However, plasma triglyceride levels were similar in both groups under an HFD ( Figure 5B ). In addition, with the Oil Red O stain, we found that the BATp85aKO group has a significantly lower lipid accumulation in the liver in relation to the control HFD group ( Figure 5C) . A significantly lower fasting basal glucose was found in BATp85aKO as compared with control mice under an HFD ( Figure 5D ). More importantly, in control mice under an HFD, insulin resistance was revealed as the compensatory hyperinsulinemia ( Figure 5D ). However, BATp85aKO mice showed no compensatory hyperinsulinemia under an HFD, suggesting increased insulin sensitivity ( Figure 5D ). To assess the metabolic status of control and BATp85aKO mice, glucose and insulin tolerance tests were performed. BATp85aKO mice showed a similar glucose tolerance as controls after 10 weeks on an HFD ( Figure 5E ). At the fifth week, both groups showed normal insulin sensitivity, as revealed by the insulin tolerance test (Supplemental Fig. 5D ). However, at 10 weeks, control mice showed a severe insulin resistance, whereas BATp85aKO mice showed normal insulin sensitivity ( Figure 5E ).
Mechanisms implicated in the improvement of obesity and metabolic complications in BATp85aKO mice
To assess the contribution of the adipose depots to the overall insulin resistance, we performed in vivo insulin-signaling studies, checking for Akt phosphorylation in response to insulin in BAT, gWAT, and iWAT. Insulin-induced Akt phosphorylation in these tissues was significantly improved in BATp85aKO mice under an HFD as compared with controls ( Figure 6A ). In addition, we analyzed the phosphorylation of JNK, a well-known mediator of insulin resistance. A significant decrease in JNK phosphorylation was observed in BAT from BATp85aKO HFD mice as compared with controls ( Figure 6B ). In a further step, we also analyzed whether p85a deletion might modify the profile of IR isoform expression, its association with IRS-1, and, consequently, the insulin signaling. Thus, we observed that the lack of p85a significantly increased IRB levels (Figure 6C , E) and the association with IRS-1 ( Figure 6C ). However, the expression of IRA or IGF-1R was very similar between both groups ( Figure 6C, D and E) .
As HFD-induced obesity enhances the expression of proinflammatory molecules, triggering the local and global inflammatory processes that contribute to the onset of peripheral insulin resistance and its associated metabolic complications, we analyzed by qRT-PCR the mRNA levels of Tnfa, Leptin, and Adipoq in BAT, gWAT, and iWAT from the control and BATp85aKO mice under an HFD. Tnfa mRNA expression was significantly increased in the three adipose depots studied in control mice under an HFD versus STD. However, their levels were significantly decreased in BATp85aKO mice as compared with control mice under an HFD (Figure 7) . Leptin mRNA expression remained unchanged in BAT, whereas its expression was lower in iWAT or gWAT in BATp85aKO as compared with control mice under an HFD ( Figure 7B ). Conversely, Adipoq mRNA levels were significantly increased in gWAT in BATp85aKO as compared with control mice ( Figure 7C ). In addition, we also measured the mRNA levels of Mcp1, Il1b, and Il6 in BAT and iWAT from both groups under an HFD. BAT-p85aKO mice showed a significant decrease in Il6 expression in iWAT as compared with control HFD mice (Supplemental Fig. 6 ). Finally, we studied the contribution of white fat browning to the overall HFD-induced obesity in the BATp85aKO mice. Thus, we assessed UCP-1 levels by several techniques (qRT-PCR, immunohistochemistry, and Western blot) and the expression of Prdm16 by qRT-PCR. The expression of UCP-1 at protein or mRNA levels and Prdm16 at the mRNA level was significantly decreased in control mice under an HFD as compared with an STD (Figure 8A, B, and D) . However, the loss of Ucp1 or Prdm16 expression was precluded in BATp85aKO mice as compared with controls under an HFD (Figure 8) . Moreover, we observed a significant increase in AMPK activation by phosphorylation in the residue T172 and its total protein levels ( Figure 8C ), which might explain the higher UCP-1 protein levels observed in iWAT from BAT-p85aKO HFD as compared with control HFD mice ( Figure 8B ).
DISCUSSION
In the past decade, the importance of BAT in humans and its contribution to the prevention of obesity have been established [4e7]. Therefore, to explore potential antiobesity drugs, better knowledge about BAT activity regulation is required [21] . Previously, the ability of BAT thermogenic function to protect against obesity in animal models lacking BAT or UCP-1 was demonstrated [22] . In fact, previous studies carried out in Brown Adipose Tissue Insulin Receptor KnockOut (BATIRKO) mice, a mouse model showing severe brown lipoatrophy, demonstrated a susceptibility to obesity together with metabolic and vascular alterations [19, 20, 23] . In addition, individuals with a lower amount of functional BAT are more prone to an increase in body weight, with an inverse relationship between BAT levels and body mass index [5] . The current work has been committed to generating a new mouse model that shows enhanced brown fat thermogenic functionality that is reluctant to develop obesity under an HFD. In fact, BATp85aKO showed better cold adaptation as compared with control mice. An association was previously described between the gain of BAT function Statistical significance was assessed by one-way ANOVA with Bonferroni and Tukey posttests by comparison with control STD mice (*p < 0.05, **p < 0.01, and ***p < 0.001), with BATp85aKO STD mice (yp < 0.05, yyp < 0.01, and yyyp < 0.001), and with control HFD mice (#p < 0.05, ##p < 0.01, and ###p < 0.001). Control STD (n ¼ 5); control HFD (n ¼ 8); BATp85aKO STD (n ¼ 5); BATp85aKO HFD (n ¼ 7). and better cold adaptation in experimental models [24e27] as well as in humans [28, 29] . Mice or patients with obesity showed worse thermogenic adaptation to cold and less BAT activity [24, 30] . In addition, cold exposure is a useful intervention for improving thermogenic capacity [26e29] . In our mouse model, we described that the loss of p85a in BAT improved its functionality, which was associated with an increased Ucp1 or Prdm16 mRNA expression. In this regard, both proteins have been previously described as essential for the thermogenic activity of BAT, and their ablation caused metabolic dysfunction and obesity [22, 31] . Our results demonstrate a significant decrease in body weight and total fat accumulation without changes in food intake as well as a decrease in the size of both white and brown adipocytes in BATp85aKO versus control mice under an HFD. In this regard, previous studies have described an increased adipose cell number with normal or increased size in obesity models [32] . Moreover, a saturated fatty acid diet was significantly correlated with increased fat cell size and number, establishing a relationship between fat cell size and number and fatty acid composition in adipose tissue from different fat depots in humans with overweight/obesity [33] . Obesity is also associated with a spectrum of liver abnormalities, known as nonalcoholic fatty liver disease, characterized by an increase in intrahepatic triglyceride content with or without inflammation and fibrosis [34, 35] . Our BATp85aKO mouse model, as compared with control mice, showed a marked reduction in obesity together with lower plasma cholesterol levels and nonhepatic steatosis. In this regard, excessive intrahepatic triglyceride content in individuals with obesity is a robust marker of metabolic abnormalities [34] . Moreover, initial studies suggested that BAT activation in humans and experimental models may also reduce triglyceride and cholesterol levels [35, 36] and improve glucose uptake through GLUT-1 and GLUT-4 transporters [37, 38] . Regarding the mechanisms underlying the reduction of obesity demonstrated in BATp85aKO versus control mice under an HFD, different models have been described that bear a deletion of distinct PI3K subunits that gave rise to a wide range of metabolic Gapdh was used as an endogenous target. The value represented on the y axis is the RQ and is referred to control HFD. Results are expressed as mean AE SEM. Statistical significance was carried out by one-way ANOVA with Bonferroni and Tukey post tests in A, B, and C and two-tailed unpaired t-test in D and E by comparison with control STD mice (*p < 0.05, **p < 0.01, ***p < 0.001, and ****p < 0.0001), with BATp85aKO STD mice (yyp < 0.01, yyyp < 0.001, and yyyyp < 0.0001) and with control HFD mice (#p < 0.05, ##p < 0.01, ###p < 0.001, and ####p < 0.0001). Control STD (n ¼ 5); control HFD (n ¼ 8); BATp85aKO STD (n ¼ 5); BATp85aKO HFD (n ¼ 7).
phenotypes. The deletion of p110a, but not p110b, in the adipose organ was associated with marked effects on basal BAT respiration and produced a whole-body phenotype similar to that observed in metabolic syndrome [39] . On the other hand, mice carrying a dominant-negative human PI3K mutation are protected from obesity and hepatic steatosis but not insulin resistance and diabetes [40] . In contrast, despite the critical role of PI3Ks in insulin signaling, mice with heterozygous deletion of p85a or loss of p85b have paradoxically improved PI3K activity and increased insulin sensitivity [14e 16], at least in part owing to an improved balance between p85-p110 dimer and monomeric p85 competing for binding to phosphorylated IRS-1 and IRS-2 [41] . In our model, the lack of p85a in BAT increased insulin signaling in this tissue and also in visceral and subcutaneous WATs. One important mechanism involved in obesitylinked insulin resistance is the stress kinase JNK [42] . Several studies have described that the p85 regulatory subunit is required for the activation of JNK by insulin or endoplasmic reticulum stress stimuli (obesity and chemical agents). In addition to its traditional positive functions in the PI3K pathway, p85 acts as a negative regulator of insulin signaling via a JNK-mediated negative feedback loop [43] . In this regard, a significant decrease in JNK activation was noted in BAT from BATp85aKO as compared with control mice under an HFD. An alternative mechanism that might affect the insulin sensitivity is the variation in the IR isoforms' expression profile and their association with IRSs. Changes have been described in the expression profile of IR isoforms in several diseases, such as insulin resistance, cancer, and atherosclerosis affecting insulin signaling and favoring the proliferation or apoptosis in certain type of cells [20,44e46] . In BAT, we observed a significant increase in IRB protein levels and its association with IRS-1, which may contribute to the observed improvement in the insulin signaling in BATp85aKO compared with control mice under HFD. We previously described that brown fat lipoatrophy and increased visceral adiposity through concerted adipocytokines overexpression induced insulin resistance and vascular dysfunction [18] . To address this important issue, we studied the expression of proinflammatory adipocytokines in the adipose depots that is perhaps responsible for a local inflammatory effect that may account for the differential insulin resistance observed in BATp85aKO versus control mice under an HFD. In this sense, we observed a concerted decreased expression of insulin resistance inducers such as Tnfa or Leptin in BAT, gWAT, or iWAT in BATp85aKO versus control mice under an HFD. However, a significant increase in adiponectin in gWAT depots was observed under the same experimental conditions. It is noteworthy that changes in adipose tissue are associated with systemic arterial dysfunction and insulin resistance, suggesting that adipose inflammation may be linked to insulin resistance in subjects with obesity [47] . Finally, another mechanism involved in the overall susceptibility or resistance to obesity is the browning effect on the adipose organ and particularly on the inguinal white fat depots. In this regard, we show a significant increase in Ucp1 mRNA levels and positive immunostaining or in Prdm16 mRNA levels in iWAT from BATp85aKO versus control mice under an HFD. At the molecular level, it has been previously described that browning in the adipose organ is regulated by multiple factors and signaling pathways. In this sense, PPARg is a master regulator of mitochondrial biogenesis and oxidative metabolism in adipocytes that induce the expression of UCP-1 and other thermogenic components such as Prdm16d, which are involved in brown adipogenesis within the white depots [48, 49] . On the other hand, AMPK is a critical regulator of adipose energy metabolism [50] , and its AMPKa isoform plays a key role in brown adipogenesis [51] . It has been recently described that both resveratrol and phytol are capable of inducing iWAT browning through AMPKa in mice fed an HFD [52e54]. According to these results, elevated AMPK levels and its phosphorylated form together with a significant increase in UCP-1 and Prdm16 expression were noted in iWAT from BATp85aKO mice under an HFD as compared with controls.
CONCLUSIONS
In conclusion, our data strongly suggest that under an HFD, the loss of p85a in BAT improves thermogenic functionality, inducing obesity resistance as visualized by increased insulin sensitivity and a nonfatty liver. The reluctance of BATp85aKO mice to develop obesity under an HFD was related to 1) increased IRB/IRS-1 association and insulin signaling, 2) decreased JNK activation 3), lower levels of proinflammatory adipocytokines and higher levels of adiponectin in the iWAT or gWAT, and 4) increased iWAT browning.
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